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ACY1
Aminoacylase−1
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ADAM9
Disintegrin & metalloproteinase domain−containing protein 9
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ANP32B
Acidic leucine−rich nuclear phosphoprotein 32 family member B
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CA3
Carbonic anhydrase 3
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CAMK2A
Calcium/calmodulin−dependent protein kinase II alpha
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CD55
Complement decay−accelerating factor
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CDH5
Cadherin−5
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CHL1
Cell adhesion molecule L1−like
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CKM
Creatine kinase M−type
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CNTN5
Contactin−5
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CXCL10
C−X−C motif chemokine 10

Control
DMD

3.5 4.0 4.5

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

log10 RFU

P
(X

<
x)

FABP3
Fatty acid−binding protein, heart
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FAP
Prolyl endopeptidase FAP
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FGA FGB FGG
Fibrinogen
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GDF11
Growth/differentiation factor 11
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GPI
Glucose−6−phosphate isomerase
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GPT
Alanine aminotransferase 1 
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GSN
Gelsolin
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HDGFRP2
Hepatoma−derived growth factor−related protein 2
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HSPA1A
Heat shock 70 kDa protein 1A/1B
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IBSP
Bone sialoprotein 2
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IL34
Interleukin−34
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JAG1
Jagged−1
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LDHB
L−lactate dehydrogenase B chain
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MAPK12
Mitogen−activated protein kinase 12
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MB
Myoglobin
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MDH1
Malate dehydrogenase, cytoplasmic
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NOTCH3
Neurogenic locus notch homolog protein 3
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OMD
Osteomodulin
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PLA2G2A
Phospholipase A2, membrane associated
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PRKACA
cAMP−dependent protein kinase catalytic subunit alpha
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PSMA1
Proteosome subunit alpha type−1
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PSPN
Persephin
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RELT
Tumor necrosis factor receptor superfamily member 19L
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RET
Proto−oncogene tyrosine−protein kinase receptor Ret
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RPS7
40S ribosomal protein S7
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SERPIND1
Heparin cofactor 2
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SET
Protein SET
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SPINT1
Kunitz−type protease inhibitor 1
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TNNI2
Troponin I, fast skeletal muscle
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TNNI3
Troponin I, cardiac muscle
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UNC5C
Netrin receptor UNC5C
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WFIKKN1
WAP, Kazal, immunoglobulin, Kunitz and NTR domain−containing protein 1
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WIF1
Wnt inhibitory factor 1
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